Supplementary
. The number of M. tuberculosis genomes available in PATRIC with distinct AMR phenotypes. Genomes for which the phenotype is unknown or intermediate are depicted by a dash. Figure S1 . AdaBoost alpha values (Y-axis) are shown for 50 rounds of boosting (X-axis). The A. baumannii carbapenem classifier is depicted by the red line with square plot points, the S. pneumoniae beta-lactam resistance classifier is depicted by the green line with triangular plot points, the S. pneumoniae co-trimoxazole classifier is depicted by the orange line with circular plot points, the combined M. tuberculosis classifier is depicted with a teal line and diamond-shaped plot points and the S. aureus methicillin classifier is depicted by a purple line with x-shaped plot points. Only the first six plot points for the S. aureus classifier are shown because the alpha value goes to zero. Figure S2 . The effect of reducing the number of genomes used to build classifiers. Data are presented as ROC curves for cross validation experiments (see Methods). The X-axis is the false positive rate and the Y-axis is the true positive rate. Data are presented for 100% of the data set presented in Table 1 (red lines with square plot points), 25% of the data set (orange lines with diamond plot points), 10% of the data set (green lines with triangle plot points), and 5% of the data set (blue line with circle plot points) when appropriate. All experiments were balanced to have the same number of resistant and susceptible genomes. A) S. pneumoniae beta-lactam resistance, 1504, 376, 150 and 75 resistant and susceptible genomes were used for the 100%, 25%, 10% and 5% sets respectively; B) S. pneumoniae co-trimoxazole resistance, 584, 146 and 58 resistant and susceptible genomes were used for the 100%, 25% and 10% sets respectively; C) S. aureus methicillin resistance, 115 and 28 resistant and susceptible genomes were used for the 100% and 25% sets respectively; and D) A. baumannii carbapenem resistance 110 and 27 resistant and susceptible genomes were used for the 100% and 25% sets respectively. Figure S3 . The result of introducing error into the AdaBoost classifiers. In order to determine the effect of unintentionally having misclassified genomes in the training set, susceptible genomes were mixed with the resistant training set and vice versa prior to building the classifier. The test sets were kept unmixed. Results are displayed as ROC curves for cross validation experiments (see Methods). Experiments were performed for A) S. pneumoniae beta-lactam resistance, B) S. pneumoniae co-trimoxazole resistance, C) S. aureus methicillin resistance, and D) A. baumannii carbapenem resistance. The red line with square plot points depicts no mixing, the orange line with diamond plot points depicts 10% mixing, the green line with triangle plot points depicts 20% mixing, the light blue line with circle plot points depicts 30% mixing, the dark blue line with square plot points depicts 40% mixing, and the purple line with diamond plot points depicts 50% mixing. The X-axis is false positive rate and the Y-axis is true positive rate. Each experiment used an equal number of resistant and susceptible genomes (Table 2 main Table 4 .
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